Small molecule tyrosine kinase inhibitors of the epidermal growth receptor (EGF-R) are of pharmaceutical interest because these proteins kinases (PKs) are considered validated drug targets. In cancer, protein tyrosine kinase plays a key role in regulating numerous cellular functions including increased proliferation, decreased apoptosis, increased invasion, metastasis, and promote angiogenesis. Because signal transduction pathways are regulated in many tumor cells, targeting and inhibiting these kinases enzymes became attractive candidates for cancer therapy. The targeting of human epidermal growth factor receptor 2(HER2 or ErB-2/ neu) and epidermal growth factor receptor (EGFR or HER1-ErbB-1) by tyrosine kinase inhibitors (KIs) represent one such therapeutic approach. The new novel 2-[4-(amino-1-yl)but-2-yn]-1,2,3,4-tetrahydroisoquinoline (ZI 1-6) provide effective overlap with (EGFR or HER2) through ionic, hydrogen bonding, charge transfer and hydrophobicity. These speculations are supported by molecular docking, structural elucidation were consistent with IR, NMR, and elemental analysis of the prepared compounds.
INTRODUCTION
Epidermal growth factor (EGFR) is a membrane-bound tyrosine kinase receptor having an extracellular binding site of epidermal growth factor (EGF), and an intracellular kinase active site. Several agents have been studied as kinase inhibitors and the first of these to reach the clinic was gefitinib (Iressa; Figure 1 ) [1, 2] Erlotinib [ Figure 2 ] and Iapatinib bind like gefitinib; the acetylene group fits into the hydrophobic pocket quard by the gatekeeper residue threonine, which leads to inhibition of tyrosine kinase of EGFR [3, 4] . [1] 929 IJBPAS, May, 2019, 8(5) Figure 2 : N-(3-ethnylphenyl)-6,7-bis(2-methoxyethoxy)-4-quinazoline amine [3] In reviewing various structural features of 
MATERIALS AND METHODS

Chemicals
The following chemicals were used: sodium 
Molecular docking
The EGFR kinase domain used in the docking study was downloaded from the protein data bank (PDB: 1XKK) then the cocrystallized ligand and all water molecules were removed from the protein structure.
Protein atoms were given partial charges Subsequently, docked poses were scored via the Autodock scoring function which includes terms for vander Waals, hydrogen bond, electrostatic interactions, and the ligand internal energy [8, 9] . ZI-2 has the best score among the tetrahydroisoquinoline compounds 9-8.5
RESULTS
Synthesis
Kcal/mol). Figure 4 : Shows multiple binding modes demonstrated by ZI-1 (blue or pink sticks) in the ATP-binding site of the EGFR kinase domain (gold). The picture was generated by PyMol [13] . Electrostatic interactions are shown as yellow dotted lines. Some protein chains are not shown for clarity 937 IJBPAS, May, 2019, 8(5) 
